The emergence and implications of metallo-β-lactamases in Gram-negative bacteria  by unknown
AUTHOR’S CORRIGENDUM 10.1111/j.1469-0691.2006.01673.x
The emergence and implications of metallo-b-lactamases in Gram-negative
bacteria
T. R. Walsh
Clin Microbiol Infect 2005; 11(suppl 6): 2-9
The following corrected figures are published
at the request of the author.
0
225.8
50100150200
IMP1
IMP12
GIM
CcrA
VIM-1
VIM-7
IND-1
SPM-1
BC-II
CphA-1
FEZ-1
GOB-1
MbL1b
L1
THIN-B
Fig. 1. Phylogeny of metallo-b-lactamases (MBLs). Repre-
sented sequences of various MBLs were obtained from
GenBank. MBLs IMP-1, IMP-12 (most divergent from IMP-
1), VIM-1 and VIM-7 (most divergent from VIM-1) were
also added for comparison. Signal peptides were removed
prior to alignment. Sequences were aligned and phylogeny
trees constructed by Clustal W (PAM250 matrix – DNA
Star) using the neighbour-joining method.
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Fig. 2. Direct comparison of Bacillus cereus BCII metallo-b-
lactamase (a) with IMP-1 (b) [75, 76]. While these enzymes
possess little homology (<25% similarity) their structures
possess the unique abba fold and are virtually superim-
posable. The grey spheres represent zinc ions which would
normally co-ordinate water/hydroxide molecules neces-
sary for the hydrolysis of the b-lactam amide bond.
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